Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.002 Å; R factor = 0.041; wR factor = 0.122; data-to-parameter ratio = 15.7.
In the title compound (systematic name: 8-chloro-11-{1-[(5methylpyridin-3-yl)methyl]piperidin-4-ylidene}-6,11-dihydro-5H-benzo [5, 6] cyclohepta [1,2-b] pyridine), C 26 H 26 ClN 3 , the dihedral angle between the mean planes of the chlorophenyl and cyclohepta [1,2-b] pyridinyl rings fused to the cycloheptane ring is 56.6 (1) . The mean planes of the cyclohepta[1,2-b]pyridinyl and 5-methylpyridin-3-yl rings are twisted by 64.9 (4) . The central piperizene group is in a slightly distorted chair configuration. A weak intramolecular C-HÁ Á ÁN interaction is observed between the cyclohepta [1,2-b] pyridinyl and piperidin-4-ylidene moieties.
Related literature
For the pharmacological importance of rupatadine, see: Kean & Plosker (2007) ; Merlos et al. (1997) ; Mullol et al. (2008); Picado (2006) . For the reported synthesis methodology of rupatadine, see: Agarwal et al. (2008) . For standard bond lengths, see: Allen et al. (1987) Table 1 Hydrogen-bond geometry (Å , ).
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis RED (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL2012 (Sheldrick, 2008); molecular graphics: OLEX2 (Dolomanov et al., 2009); software used to prepare material for publication: OLEX2.
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Comment
Rupatadine methyl]-4-piperidinylidene]-5Hbenzo[5,6]cyclohepta[1,2-b] pyridine) is a non-sedating antihistamine showing a rapid onset of action and a good safety profile even in prolonged treatment periods of a year (Picado, 2006; Mullol et al., 2008) . A review of its use in the management of allergic disorders is published (Kean & Plosker, 2007) . Rupatadine has shown as inhibition deregulation, induced by the immunological and non-immunological stimulants and the inhibition of release of cytokines, particularly the tumor necrosis factor alpha (TNF-alpha) in human mastocytes and monocytes (Picado, 2006) . In vitro metabolism studies indicate that rupatadine is metabolized mainly by the cytochrome P-450 in liver (Merlos et al., 1997) . In view of the importance of the title compound, (I), C 26 H 26 ClN 3 , we have synthesized rupatadine free base based on a reported method (Agarwal et al., 2008) and its single crystal structure is reported herin.
In (I), the dihedral angle between the mean planes of the chlorophenyl and cyclohepta [1,2-b] pyridinyl rings fused to the cycloheptane ring is 56.6 (1)° (Fig. 1) . The mean planes of the cyclohepta[1,2-b]pyridinyl and 5-methyl-3-pyridinyl rings are twisted by 64.9 (4)°. The central 6-membered piperizene group adopts a slightly distorted chair configuration with puckering parameters Q, θ and φ of 0.5613 (16)Å, 3.31 (16)°, and 348 (3)°, respectively. A weak C-H···O intramolecular interaction is observed between the cyclohepta[1,2-b]pyridinyl and 4-piperidinylidene moieties. In the crystal, the molecules pack in a normal head-to tail dimer-like arrangement (Fig. 2) .
Experimental 4-methyl-3-chloromethyl pyridine hydrochloride (3.5 g, 0.02 mol), desloratadine (6.2 g, 0.02 mol), potassium carbonate (6.9 g, 0.05 mol) was charged into acetonitrile (30 ml) Fig. 3 ). The reaction mass was heated to 313-318 K and stirred for 10-12 h (Agarwal et al., 2008) . The reaction mass was cooled to 298-303 K and the inorganic material filtered. The solvent was removed under reduced pressure. Toluene (40 ml) was added to residue and heated to 328-333 K to get a clear solution. The toluene layer was washed with a saturated sodium chloride solution (40 ml) and water (25 ml). Half the quantity of toluene was distilled out under vacuum and single crystals were grown from toluene using the slow evaporation technique (m. p.: 409-410 K).
Refinement
All of the H atoms were placed in their calculated positions and then refined using the riding model with Atom-H lengths of 0.95Å (CH), 0.99Å (CH 2 ) or 0.98Å (CH 3 ). Idealised Me was refined as a rotating group: C26(H26A,H26B,H26C). Isotropic displacement parameters for these atoms were set to 1.2 (CH, CH 2 ) or 1.5 (CH 3 times U eq of the parent atom. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.21448 (5) 0.23499 (6) (7) 0.0067 (6) −0.0008 (7) C4 0.0605 (10) 0.0402 (8) 0.0523 (9) 0.0026 (7) 0.0079 (7) 0.0035 (7) C5 0.0476 (9) 0.0516 (9) 0.0469 (9) 0.0087 (7) 0.0051 (7) 0.0107 (7) (7) −0.0050 (7) 0.0030 (6) −0.0020 (7) C18 0.0418 (8) 0.0552 (9) 0.0364 (7) −0.0072 (7) 0.0024 (6) −0.0051 (7) C19 0.0394 (8) 0.0564 (9) 0.0364 (7) −0.0036 (7) 0.0023 (6) 0.0012 (7) (7) −0.0027 (7) 0.0021 (6) 0.0007 (6) C26 0.0456 (10) 0.0882 (15) 0.0758 (13) 0.0045 (10) 0.0078 (9) 0.0121 (11) Geometric parameters (Å, º) 
